Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.003 Å; disorder in main residue; R factor = 0.055; wR factor = 0.160; data-to-parameter ratio = 15.7.
Related literature
For background details and biological applications of quinolines, see: Kalluraya & Sreenivasa (1998) ; Xiang et al. (2006) . For the biological activity of chalcones, see: Dimmock et al. Refinement R[F 2 > 2(F 2 )] = 0.055 wR(F 2 ) = 0.160 S = 1.03 6427 reflections 409 parameters 182 restraints H-atom parameters constrained Á max = 0.56 e Å À3 Á min = À0.46 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg2 are the centroids of the C31-C36 and C13-C18 rings, respectively. Symmetry codes: (i) x; y; z À 1; (ii) x; y; z þ 1; (iii) x À 1 2 ; Ày À 1 2 ; z À 3 2 ; (iv) x À 3 2 ; Ày À 1 2 ; z À 1 2 .
Data collection: CrysAlis PRO (Agilent, 2010); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 (Farrugia, 1997), DIAMOND (Brandenburg, 2006) and Qmol (Gans & Shalloway, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010). Fig. 1 . The molecular structures of the two independent molecules comprising the asymmetric unit of (I) showing the atom-labelling scheme and displacement ellipsoids at the 50% probability level. Fig. 2 . Overlay diagram of the two independent molecules comprising the asymmetric unit of (I). The first independent molecule (with the S1 atom) is shown in red. (2E)-1-(2,4-Dimethylquinolin-3-yl)-3-(thiophen-2-yl)prop-2-en-1-one Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
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Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Occ. (<1) S1 0.30670 (9) 0.05958 ( (12) 0.0211 (13) −0.0017 (10) 0.0062 (10) −0.0041 (10) C5 0.0215 (13) 0.0170 (11) 0.0151 (11) −0.0038 (10) 0.0071 (10) −0.0024 (9) C6 0.0235 (13) 0.0211 (12) 0.0168 (12) −0.0040 (10) 0.0064 (10) −0.0020 (10) C7 0.0234 (13) 0.0170 (12) 0.0136 (11) −0.0003 (10) 0.0034 (10) −0.0026 (9) C8 0.0302 (14) 0.0206 (13) 0.0234 (13) −0.0020 (11) 0.0065 (11) −0.0035 (10) C9 0.0172 (12) 0.0215 (12) 0.0141 (11) −0.0014 (10) −0.0005 (10) −0.0014 (9) C10 0.0129 (12) 0.0242 (12) 0.0147 (11) −0.0028 (10) 0.0008 (9) 0.0007 (9) C11 0.0112 (11) 0.0236 (12) 0.0157 (11) −0.0009 (10) 0.0003 (9) −0.0030 (10) C12 0.0203 (13) 0.0225 (12) 0.0183 (12) 0.0009 (10) 0.0053 (10) −0.0037 (10) C13 0.0114 (11) 0.0202 (12) 0.0173 (12) 0.0001 (9) −0.0009 (9) −0.0010 (9) C14 0.0161 (12) 0.0215 (13) 0.0234 (13) 0.0018 (10) 0.0002 (10) −0.0043 (10) C15 0.0189 (13) 0.0192 (12) 0.0279 (14) 0.0017 (10) −0.0009 (11) 0.0047 (10) C1-S1-C4 92.77 (15) N1-C18-C13 122.8 (2) C22-S2-C19 92.72 (14) N1-C18-C17 118.2 (2) C4-S1'-C1' 90.5 (5) C13-C18-C17 119.0 (2) C22-S2'-C19' 91.3 (5) C20-C19-S2 111.5 (2) C9-N1-C18 117.9 (2) C20-C19-H19 124.2 C29-N2-C36 118.1 (2) S2-C19-H19 124.2 C2-C1-S1 112.5 (3) C19-C20-C21 111.8 (3) C2-C1-H1 123.7 C19-C20-H20 124.1
Hydrogen-bond geometry (Å, °)
Cg1 and Cg2 are the centroids of the C31-C36 and C13-C18 rings, respectively. 
